Nucleic acid secondary structure plays an important role in nucleic acid-nucleic acid recognition/hybridization processes, and is also a vital consideration in DNA nanotechnology. Although the influence of stable secondary structures on hybridization kinetics has been characterized, unstable secondary structures, which show positive G • with self-folding, can also form, and their effects have not been systematically investigated. Such thermodynamically unfavorable secondary structures should not be ignored in DNA hybridization kinetics, especially under isothermal conditions. Here, we report that positive G • secondary structures can change the hybridization rate by two-orders of magnitude, despite the fact that their hybridization obeyed second-order reaction kinetics. The temperature dependence of hybridization rates showed non-Arrhenius behavior; thus, their hybridization is considered to be nucleation limited. We derived a model describing how G
INTRODUCTION
An oligonucleotide strand binds to its complementary strand and forms a double helical structure, according to the Watson-Crick rules for base-pairing (1) . Many important techniques used in biology utilize duplex formation or hybridization (2) (3) (4) (5) . The kinetics of oligonucleotide hybridization has been investigated since the 1960s (6) (7) (8) . Earlier researchers proposed the nucleation-zipper model, consistent with their kinetic experiments (3, 9) . Based on this classical model, researchers later investigated the quantitative relationship between sequence properties and hybridization kinetics (10) (11) (12) . However, compared with knowledge of the thermodynamics of DNA hybridization (13) (14) (15) , our understanding of its kinetics is limited (16) , and the prediction of hybridization rates from base sequences is still difficult.
Influences of secondary structure on the kinetic properties of hybridization have been investigated by many researchers (17) (18) (19) (20) (21) (22) (23) . However, these studies focused only on sequences with stable secondary structures, which show a negative standard Gibbs free energy change ( G • ) for secondary structure formation. There are also sequences with unstable secondary structures, which show a positive G
• < 0, and S • < 0, in Gibbs free energy calculation). Although such structures are thermodynamically unfavorable, they exist at almost the same concentration as the unstructured coil when the absolute value of G
• is very small. Thus, positive G
• secondary structures should no longer be ignored in hybridization kinetics, especially under isothermal conditions involved in numerous biosensor techniques and recent DNA network systems (24) (25) (26) (27) (28) . Nevertheless, to our knowledge, influences of positive G
• secondary structures on hybridization kinetics have not been systematically investigated.
In this study, we characterized effects of positive G
• secondary structures on DNA hybridization kinetics. The hybridization kinetics for 47 pairs of 23-mer oligonucleotides was measured using stopped-flow fluorescence spectroscopy at different temperatures, and their secondary structures and duplex stabilities were studied by thermal melting. The observed hybridization kinetics was significantly dependent on the base sequence, and the rate constant varied by more than two orders of magnitude among sequences with no G • negative secondary structures. The rate constant tended to decrease with the probability of intramolecular base pairing of positive G
• secondary structures. Their hybridization obeyed second-order reaction kinetics, and the temperature dependence of the rate constant showed non-Arrhenius behavior. Therefore, their hybridization must be nucleation limited, and so the reaction model presented by previous researchers to explain the effects of stable secondary structures on hybridization kinetics (a rate-limiting process based on destruction of secondary structure) was found not to be applicable in cases of positive G • secondary structure. Here, we derived a model describing how these positive G
• secondary structures affect hybridization kinetics, and the model enabled us to calculate hybridization rate constants from base sequences that agreed well with the experimental hybridization rate constants.
MATERIALS AND METHODS

DNA oligonucleotides
A total of 47 pairs of complementary DNA sequences were designed. We denoted one strand in the pair A and the other B. Sequences of the A strands are shown in Table 1 , where they are written in the 5 -to-3 direction. The DNA oligonucleotide sequences used in this study were based on those described by Gotoh et al. (29) and were designed in silico (i) to contain 23 nucleotides, (ii) to have a similar melting temperature, (iii) to have neither stable misnucleation nor mishybridization, and (iv) to prevent the formation of very stable secondary structures.
Melting temperatures were calculated according to the work of SantaLucia et al. (13) . Sequences were designed to have melting temperatures of 63.0 ± 2.0
• C under conditions of The stability of misnucleation was calculated, and the result indicated that five or more unwanted successive basepairs rarely formed. In addition, the calculations for strand A (or B) using UNAFold (30) values of these secondary structures were −4.4 and −1.7 kcal/mol under our experimental conditions. All DNA oligonucleotides were commercially synthesized, HPLC purified (SIGMA-Genosys, Hokkaido, Japan), and stored in 1× TE buffer (10 mM Tris-HCl, 1 mM EDTA, pH 8.0) at −20
• C until use.
Thermodynamic measurements
Melting curves of ssDNA and double-stranded DNA (ds-DNA) were recorded in the presence of 0.5× SYBR ® Green I fluorescent dye (Lonza, Basel, Switzerland) using a CFX96 real-time PCR detection system (Bio-Rad Laboratories, Inc., Hercules, CA, USA). The excitation wavelength was 494 nm, and emission wavelength was 521 nm (optimal fluorescence signal for SYBR ® Green I). A total reaction volume of 50 l and DNA concentrations of 50 nM were used in the experiments. The buffer solution was 1× saline-sodium citrate (SSC) (150 mM NaCl, 15 mM sodium citrate). The reaction mixtures were cooled from 95
• C to 15
• C at a rate of 0.5 • C/min, and subsequently heated to 95
• C at the same rate. Fluorescence intensity changes were recorded every 1 min. The melting temperatures for DNA sequences (Table 1) were determined from peaks in the differential melting curve.
Kinetic measurements
An RX-2000 stopped-flow instrument (Applied Photophysics, Surrey, UK) was used to determine the rate of DNA hybridization for the various sequences. A circulating water bath regulated the temperature of the working solutions, which were held in two separate syringes. Each syringe contained a complementary DNA strand solution of equal DNA strand concentrations (50 nM) that was allowed to equilibrate to the indicated temperature before the reaction. The buffer solution was 1× SSC. PicoGreen ® fluorescent dye (Invitrogen, Carlsbad, CA, USA) (32,33), a dye for quantitating dsDNA in the presence of ssDNA, was used to observe duplex formation. The syringe drive delivered equal volumes (0.5 ml) of each solution into the reaction chamber through a rapid mixing chamber, with a dead-time of 8 ms. After the solution was inside the reaction chamber, the fluorescence wavelength at 523 nm (with an excitation wavelength of 502 nm) was measured every 0.5 or 1 s, depending on the total time of the experiment, until equilibrium was reached using a fluorescence spectrophotometer LS 55 (Perkin Elmer, Waltham, MA, USA). The total reaction time was 1800-86 400 s. For each duplex forming reaction, at least three injections were performed.
The PicoGreen ® intercalating dye bound quickly enough to monitor hybridization (less than 0.5 s, see Supplementary Figure S1 ). The dye concentration recommended by the manufacturer was used, and the fluorescence intensity was proportional to the dsDNA concentration under our experimental conditions (Supplementary Figure  S2) . Additionally, we confirmed that the hybridization rates obtained by this method agreed well with those obtained by an absorbance method (Supplementary Figure  S3) . In this fluorescence method, hybridization could be monitored with DNA concentrations lower than those used in the absorbance method, thus allowing for (i) slower hybridization, such that we could measure hybridization kinetics with a higher time resolution and (ii) lower costs for DNA synthesis, which further enabled us to obtain hybridization data for more types of DNA sequences than previous studies.
The normalized fluorescence intensity was obtained in such a way that one normalized unit (n.u.) of intensity corresponded to the average of the final 200 data points of fluorescence intensity. A fluorescence intensity of 0 n.u. corresponded to the minimum fluorescence data point of each trace, and t = 0 also corresponded to this point.
Analysis of kinetic data
DNA hybridization rate constants were determined by linear and nonlinear second-order fitting of the fluorescence data, according to Gao et al. (17) . Hybridization of two complementary DNA strands was modeled using the simple irreversible second order process: A + B k − → AB. A is a ssDNA strand, B is the complement of A, and AB is the perfect duplex composed of A and B. The concentrations of A, B and AB were designated by C A , C B and C AB , respectively. The second-order rate constant for AB duplex formation was notated as k. Initially at time t = 0, C A = C A0 , C B = C B0 and C AB = 0. When t > 0, C A = (C A0 − C AB ), and C B = (C B0 − C AB ). Hybridization of equal molar A and B strands (C A = C B = C and C A0 = C B0 = C 0 ) can be described by second-order reaction kinetics:
The observed fluorescence intensity at time t, F(t), and the maximal fluorescence intensity, F ∞ , should be proportional to C AB and C 0 , respectively. At time t = 0, tuting F(t) and F ∞ into Equation 1 yields the equation:
Here, we describe a plot for the left hand side of Equation 2 versus time as a second-order rate plot. Then, solving for F(t) from Equation (2) yields the following:
The rate constant k was determined by linear fitting (Equation 2) or nonlinear fitting (Equation 3) to the fluorescence data for three independent experiments, using SciPy (available at http://www.scipy.org/). In the former fitting, k was the adjustable fitting parameter. The maximal fluorescence intensity F ∞ was constant and determined by the average of the final 200 fluorescence intensity data points. In the latter fitting, fitting of the data up to 80% hybridization were performed with both k and F ∞ as the adjustable fitting parameters. The hybridization rate constants obtained were denoted as k app .
RESULTS
DNA hybridization kinetics
Oligonucleotide hybridization kinetics was determined using a stopped-flow apparatus with fluorescence spectroscopy. Figure 1 shows DNA hybridization kinetic data obtained at 25
• C for 47 DNA sequences. Of the 47 DNA sequences, 32 sequences were predicted to have only positive G • secondary structures. The other 15 sequences had negative G
• secondary structures for either or both strands, and they were studied for comparison with previous reports on the effects of stable (negative G
• ) secondary structures on hybridization kinetics. The total number of sequences was much higher than that of previous hybridization kinetic studies (e.g. three sequences in Gao et al. (17) ). For every sequence, hybridization was measured three times ( Figure  1, experiments 1-3) , and the obtained kinetic traces were highly reproducible. Only results from the initial 70 seconds are displayed, but the reaction was measured until equilibrium was reached, when the fluorescence is unity. We found that the hybridization rate was strongly dependent on the sequence. For example, sequence no. 35 (blue traces in the first panel) formed 90% of duplexes within 60 s, while sequence no. 29 (purple traces in the second panel) formed only 20%.
In order to test whether the observed oligonucleotide hybridization kinetics was second-order, traditional secondorder rate plots of hybridization kinetics for all 47 DNA sequences were constructed (Supplementary Figure S4) , and those of typical sequences are shown in Figure 2 . Figure  2A -C are the plots for sequences whose hybridization kinetics were able to be fit with a straight line (Equation 2), and panels A-C correspond to data from sequences showing relatively fast, medium, and slow hybridization, respectively. Hybridization kinetics for 40 of the total 47 sequences were able to be fit with a straight line. Thus, their hybridization obeyed second-order kinetics. The resulting hybridization rate constants for the 40 sequences are shown in Table 1 . The rate constants varied by two orders of magnitude. For 31 of the 40 sequences, the G
• value of the most stable ss-DNA secondary structure was positive for both strands. Six sequences had slightly negative G
• (e.g. −0.53 kcal/mol) secondary structures for either of the two complementary strands. The other three had negative G
• values for both strands (Table 1) .
On The data from a typical sequence (no. 45) for which hybridization could not be described using second-order reaction kinetics. The inset contains a plot of the data for the initial 1000 s. The dotted line is fit to the initial linear region of data (i.e. up to 250 s) by linear regression using Equation (2).
ure 2D and Supplementary Figure S4 ). This kind of kinetic trace is similar to that obtained when first-order reactions are plotted with a second-order rate plot. In addition, their hybridizations were relatively slow. They completed 80% duplex formation in ∼10 3 seconds, whereas other sequences took ∼10 2 s. The predicted G • values for these seven sequences were negative for both of the complementary strands, except for sequence no. 20.
In order to obtain second-order rate constants for the seven sequences, we applied the procedure described by Gao et al. (17) , and performed a linear fit of the initial data points to Equation 2. The inset in Figure 2D shows the initial fluorescence data points of sequence no. 45. The kinetic trace initially increased linearly, but then it curved downward after ∼200 s. Only data from no. 45 is displayed here, but this trend was also observed for the other six sequences (Supplementary Figure S5 ). Gao et al. observed this trend using UV absorbance spectroscopy, and they proposed that the first linear kinetic regime corresponds to the nucleation process. Thus, second-order rate constants for nucleation of the seven sequences were obtained by linear fitting, and the results are shown in Table 1 with asterisks. These values were used as the k app for each of the seven sequences. 
Melting curves
Melting curves of ssDNA and dsDNA were recorded by the fluorescence method. For dsDNA, melting temperatures obtained from these curves are listed in Table 1 . Their melting temperatures fell within the narrow temperature range of 63.5 ± 2.5
• C (Table 1 ). This result ruled out effects of duplex stability on the hybridization kinetics measured in this study as shown later. The average T m was higher than the predicted value by 0.5
• C. This would be because an intercalating dye, SYBR ® Green I, increases the thermo-stability of sequences. Actually, our calculation, obtained following the methods of Mcghee et al. (34) indicated that an approximate 1
• C increment in the T m value was due to dye intercalation. Therefore, the effect of dye intercalation on stability of dsDNA is not substantial in this case.
For ssDNA melting, typical melting curves are shown in Figure 3 . Sequences predicted to have only positive G • secondary structures showed a small fluorescence intensity change, F, compared to the change in dsDNA ( Figure  3A) . In contrast, sequences having negative G
• secondary structures showed relatively large F values ( Figure 3B ). The fluorescence intensity from ssDNA increases as the number of intramolecular base pairs increases. Therefore, negative G
• sequences formed a greater number of intramolecular base pairs than positive G
• sequences. Thus, the stability of secondary structures (which increases with the number of existing base pairs) for each sequence qualitatively agreed with the prediction using UNAFold. Quantitatively, in a plot with data from all sequences (Supplementary Figure S6 ), we observed a positive correlation between the change in fluorescence intensity with ssDNA melting and the predicted intramolecular base pair number. The F values at 25
• C are shown in Table 1 as F*. Table 1 as F*) were summed to obatin the value plotted ( F A + F B ). The inset contains a plot of the data ranged from 100 to 1000 of
Hybridization rates and secondary structures
We observed that the upperbound of hybridization rate decreased with an increase in probability of base pairing in ssDNA. Figure 4 displays this decrease with a plot of the measured hybridization rate constants k app versus the sum of F for ssDNA pairs at 25
• C ( F A + F B ). As the F A + F B value increased, the upper limit of the observed hybridization rate constant decreased. This trend was also observed in a plot of k app versus the number of predicted base pairs in ssDNA (Supplementary Figure S7) . In addition, we confirmed that a minor difference in duplex stability did not affect the former trend (i.e. a decrease in the upper limit of the hybridization rate constant with the value F A + F B ) (Supplementary Figure S8) .
Temperature dependence and activation energy of DNA hybridization
To study the temperature dependence of hybridization kinetics, time courses of hybridization at several different temperatures were also determined for some sequences. Figure 5 shows the kinetic data from two typical sequences; one shows second-order hybridization ( Figure 5A ), and the other shows more complex hybridization ( Figure 5B ). (For other sequences, see Supplementary Figure S9 .) The hybridization rate of the former sequence changed little in the temperature range compared with that of the latter sequence. This is due to a difference in the stability of secondary structures, and a similar trend was observed in a comparison between the hybridization of unstructured coils and hybridization with stable secondary structures (18,35,36) . Thus, hybridization with a positive G
• sec- ondary structure showed a similar temperature dependence as unstructured-coil hybridization.
For sequences showing second-order hybridization, hybridization rate constants were obtained at 25, 30, 35, 40, 45 and 50
• C, and plotted in Figure 6 . The temperature dependence of the hybridization rate constants exhibited nonArrhenius behavior, and apparent activation energies of hybridization changed from negative at high temperatures to positive at low temperatures. The values of activation energies extracted from the plot are shown in Table 2 . 
DISCUSSION
Influence of thermodynamically unfavorable secondary structures on DNA hybridization kinetics
In this paper, the influences of thermodynamically unfavorable secondary structures on hybridization kinetics were studied. Thermodynamically unfavorable in this paper, means that the standard Gibbs free energy change G
• for the formation of the secondary structure is positive. Of the 47 DNA sequences used in this study, 32 sequences were predicted to have only positive G • secondary structures. Such secondary structures and their influence on hybridization kinetics were systematically studied here. The other 15 sequences had negative G
• ) secondary structures on hybridization kinetics.
For sequences with positive G • secondary structures, the observed hybridization kinetics differed significantly from sequence to sequence (Figure 1 ). Despite the large differences in hybridization rates, all of the hybridization obeyed second-order reaction kinetics, except for sequence no. 20 ( Figure 2, Figure S4 ). This result means that the hybridization of these sequences is a bimolecular reaction. The determined bimolecular rate constants varied two orders of magnitude among the sequences (Table 1) .
In addition, the temperature dependence of the hybridization rates for sequences with positive G
• secondary structures showed non-Arrhenius behavior ( Figure 6 ). The same behavior has been found in the hybridization of nucleic acid sequences with no secondary structure (7). To understand this behavior, the following explanation based on the nucleation-limited nucleation-zipper model for the hybridization has been applied: at low temperatures, a diffusion-controlled nucleation process is the origin of positive activation energy E a , and the negative E a at high temperature is due to the existence of metastable intermediates in the nucleation process. This explanation should apply to the hybridization of sequences with positive G
• secondary structures and, therefore, their hybridization must be nucleation limited.
The upperbound of hybridization rate of sequences with positive G
• secondary structures decreased with F A + F B (Figure 4) . The The nucleation rate constant depends on the pair, because the number of nucleation sites differs from state to state. The subsequent zippering is much faster than the nucleation, and the dependence of the rate constant on zippering of the pair is not considered substantial.
able secondary structures being too unstable to have any substantial effects on hybridization kinetics, as previously believed. This would not be surprising when taking into consideration that such positive G • secondary structures exist at almost the same concentration as the unstructured coil when the absolute value of G
• is very small. For some sequences with negative G
• secondary structures, we observed non-second-order hybridization. The second-order rate plots for their hybridization showed the same trend as the results reported in (17) (Figure 2 ). In the case of negative G
• secondary structures, after the nucleation process, there is a large free energy barrier with the destruction of secondary structures (17, 18 ). This energy barrier makes the hybridization kinetics more complex.
Hybridization model with thermodynamically unfavorable secondary structures
Here, we derive a reaction model for hybridization with positive G
• secondary structures from our experimental observations. Figure 7 shows a schematic of our model, which is an improved nucleation-zipper model taking into account the influence of positive G
• secondary structures. An A (or B) strand has N + 1 (or N + 1) conformational states: a strand in an unfolded state A s0 (or B s0 ) and those in N (or N ) folded states with positive G
• secondary structures, A si (1 ≤ i ≤ N) (or B sj (1 ≤ j ≤ N )) ( Figure 7A and B). Here we note that not only the optimal (most stable) secondary structure but also suboptimals (semi-stable secondary structures) are considered in our model. Based on the traditional nucleation-zipper model for oligonucleotide hybridization (9), a nucleus composed of a small number of successive base-pairs forms first (nucleation process), and subsequently, the double helix can zip up (zippering process). Nucleation can occur between a pair of A and B in any strand states, followed by zippering ( Figure 7C ). The un-nucleation rate (AB* → A + B) was ignored because it is much smaller than k nuc under our experimental conditions (not at a temperature of negative E a ).
In addition, the following conditions should be satisfied because of our experimental observation that the hybridization was a second-order reaction: (i) the zippering rate (k zip ) was much larger than the nucleation rate (k nuc ) and (ii) transitions between the unfolded state and folded states were much faster than the nucleation rate (i.e. k f , k u k nuc ). Therefore, the observed decrease in the upperbound of hybridization rate with F A + F B can be attributed to the decrease in k nuc probably because of a reduction in nucleation sites caused by stem (base-paired) and loop regions, which are less accessible than coil regions.
Hybridization rate calculation from base sequence
To quantitatively validate our model, here we calculated the hybridization rate, k calc , from the base sequence, and compared it with the experimental hybridization rate, k app . The value of k calc should be proportional to (i) the number of nucleation sites in a strand, and (ii) the nucleation capability of each nucleation site.
The former can be determined by the predicted secondary structure. Considering the concentration distribution for various secondary structures formed by an ssDNA, a nucleation site density, , was adopted (for derivation of the equation, see Supporting Information; Appendix S1). The value represents the number of nucleation sites per the maximum number of nucleation sites in a strand, which is unity when the strand forms no secondary structures (unstructured coil). The value of was calculated for both the A and B strands, multiplied:
where C denotes the concentration of strands, and n represents the number of nucleation sites. The subscript si (or sj) denotes an ith (or jth) conformational state of the strand. The 0th state is the unfolded state, and the first state is the optimal (most stable) folded state. Suboptimal folded states with G • values less than +1 kcal/mol above the G
• of the optimal folded state were considered. Here,
) is the standard Gibbs free energy change for formation of the ith (or jth) strand state. R is the gas constant and T is the absolute temperature.
The nucleation capability of each nucleation site can be determined mainly by three factors: the steric hindrance, flexibility, and base sequence of each nucleation site. Figure 8 is a schematic view of these factors. For steric hindrance, parameter ␦ sth was adopted. Nucleation sites located at stems, and also around stem regions, can be inaccessible due to steric hindrance. In such nucleation sites, ␦ sth = 0; otherwise, ␦ sth = 1.0. For flexibility, bases involved in loops, and also stems, are less flexible than bases in coil regions. This effect was represented by parameter ␦ flx , which is unity when the nucleation site is in coil regions. For the base sequence, parameter ␦ seq was adopted. The value of ␦ seq represents the difference in the nucleation capability among base sequences at a nucleation site. To sum up, the nucleation capability, ␦, of a nucleation site is represented by the following:
Considering the nucleation capability, an effective number of nucleation sites, n*, of a secondary structure formed by a 23-nt strand is calculated by the equation:
δ m , where L nuc is the number of bases composing a nucleation site, and ␦ m represents ␦ of the mth nucleation site in a strand. Substituting n* for n in Equation (4) yields an equation for evaluating the nucleation rate:
where k 0 is the rate constant of hybridization between unfolded strands with ␦ seq = 1 for all base sequences. As a first approximation, we assumed ␦ seq = 1 for all base sequences. The k calc value calculated with an approximation of ␦ seq = 1 is denoted as k calc . The values of ␦ sth and ␦ flx were determined to maximize the correlation coefficient between k app and k calc . As a result, for nucleation sites located in stem regions and within two bases from a stem region, ␦ sth = 0, otherwise, ␦ sth = 1.0. Also, ␦ flx = 1.0 for all nucleation sites with ␦ sth = 1.0 even though they are in loop regions. These results were obtained with the condition L nuc = 3 (Supplementary Figure S10a ). In the case of L nuc = 4, the similar trend was observed (Supplementary Figure S10B) . Thus, we used the above values of ␦ sth and ␦ flx with L nuc = 3. Figure 9A shows a plot of k app versus k calc . The upper bound (dashed line) and the lower bound (dotted line) of k app increased with k calc . However, the relationship between them is not completely proportional. Even though the sequences have almost the same k calc value, there is a large difference in the hybridization rates for the different sequences. For example, the sequences with k calc /k 0 values of about 0.8 have rate constants that vary by at least an order of magnitude.
Then, we parameterized ␦ seq for every base triplet. The values of ␦ seq were determined to maximize the correlation coefficient between k app and k calc . As a result, we obtained a clear proportional relationship between them (Fig-A Table 3 . The correlation coefficient is 0.92. Table 3 . List of ␦ seq parameters for base triplets Figure S11a) . Also, the ␦ seq values were compared with enthalpy and entropy change ( H • nuc and S • nuc , respectively), for formation of a nucleus duplex, calculated from the NN parameters, however there was no strong correlation ( Supplementary Figure S11b-c) . Although the sequence dependence of ssDNA conformations, such as the single-strand base-stacking (38) , can be related to the sequence dependence of ␦ seq , more detailed invesigations such as molecular dynamics simulations would be necessary to elucidate the underlying mechanisms.
Temperature dependence of the hybridization rate
To evaluate the contribution of positive G
• secondary structures to the temperature dependence of the hybridization rate, we calculated the temperature dependence of the value of k calc using UNAFold with the determined ␦ seq parameters (Supplementary Figure S12) . Here we assumed that ␦ seq values are constant with temperature. The value of k calc gradually increased with temperature, because intramolecular base pairs are less stable at higher temperatures. The increments in k calc of the sequences were within 3-6% in the temperature range [25] [26] [27] [28] [29] [30] [31] [32] [33] [34] [35] • C, while k app increased 41-93% in the same temperature range. Thus, the decrement in the positive G
• secondary structures corresponded to only 4-15% in the increment of k app . This suggests that, in order to understand the temperature dependence of hybridization rate, ␦ seq values need to be further studied as a function of temperature.
CONCLUSION
We revealed that thermodynamically unfavorable (positive G
• ) ssDNA secondary structures significantly affect oligonucleotide hybridization kinetics. Previous studies have focused only on stable (negative G
• ) secondary structures in this context. Our experiments indicated that (i) the hybridization of complementary DNA strands with positive G • secondary structures is nucleation limited, and (ii) the hybridization rate tends to decrease with the stability of positive G
• secondary structures. Therefore, influences of the stability of positive G
• secondary structures on hybridization kinetics are attributed to a decrease in the nucleation rate. In addition, our hybridization model, with consideration of positive G
• secondary structures, allowed a quantitative characterization of the dependence of the hybridization rate on base sequences of nucleation sites. The influence of positive G
• secondary structures can be found in various applications utilizing hybridization such as biosensors, PCR, and DNA origami. In such technologies, understanding positive G
• secondary structures will enable us to adjust the hybridization rate more precisely. In addition, our observations on DNA hybridization are applicable to RNA hybridization. Therefore, this study provides further insight into the mechanisms of RNA-RNA interactions such as the RNA interference in gene expression.
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